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Abstract 
Genetic variation of four hatchery stocks of Thai pangas, Pangasius hypophthalmu of 
Bogra region, Bangladesh was studied from 1 January 2002 to 31 December 2003. Muscle 
samples were collected for allozyme analysis from four (Bhai-Bhai, Jahangir, Belal and 
Bhai-Bon) different hatchery populations. For allozyme electrophoresis, eight enzymes 
were used and 11 loci viz. Adh-1*, Est-1*, GJpdh-1*, Gpi-1*, Gpi-2*, Jdhp-1*, Ldh-1*, 
Ldh-2*, Mdh-1*, Mdh-2*and Pgm* were identified, of which three loci (Est-1*, Gpi-
2*, G3pdh-1and Pgm*) were polymorphic in all the four populations. The mean 
proportion of polymorphic loci per population and the mean proportion of heterozygous 
loci per individual was 36.36% and 13.33, respectively for all the population studied. The 
highest variability measured by the mean number of alleles per locus was 1.545 in Bhai-
Bon hatchery population. Based on Nei's (1972) genetic distance, the dendrogram 
(UPGMA) shows that four populations have made two clusters by D-value (D=0.043). 
Bhai-Bhai and Jahangir hatchery populations have made cluster-I, and Belal Uddin and 
Bhai-Bon hatchery populations formed cluster-II. Among the four populations, Bhai-
Bhai and Jahangir hatchery populations were differentiated from each other by the D-
value of 0.013, and Belal Uddin and Bhai-Bon populations were differentiated from each 
other by the D-value of 0.002, which suggests that the four populations may be fallen into 
the local population or race. 
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Research findings 
411 Out of eleven loci, four (Est-1*, Gpi-2* GJpdh-1 and Pgm*) were polymorphic 
(p>0.95) in all the populations studied. 
411 The mean proportion of polymorphic loci per population and the mean proportion 
of heterozygous loci per individual were 36.36% and 13.33, respectively for all the 
populations studied. 
411 The mean number of allele per locus was the highest (1.545) in Bhai-Bhai 
population. 
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0 The plotted dendrogram (UPGMA) shows that four populations have made two 
clusters by .D-value (D=0.043). Bhai-Bhai and Jahangir hatchery populations have 
made cluster-I, and Belal Uddin and Bhai-Bon populations formed cluster-II. 
0 The .D-value between Bhai-Bhai and Jahangir hatchery populations is 0.013, which 
suggests that their broods might be from the same sources. And the.D-value between 
Belal Uddin and Bhai Bon hatchery populations also indicates that the broods might 
be from similar sources. 
Policy implications 
0 Genetic marking technique through allozyme analysis can be applied in 
identification of the status of the Thai pangas populations. 
0 The identified individuals with higher genetic variabilities can further be used as 
outbred broodstock for mass seed production program by the public and private 
hatcheries. 
0 Proper identification of the genetic status of the hatchery stocks can foster greater 
scope for their dissemination through satellite stations ofDoF among commercial 
hatcheries. 
Livelihood implications 
Being a potential species in the pond aquaculture systems of the country, genetic status 
of the Thai pangas needs to be known. By knowing the genetic status of the species, 
outbred seeds can be produced in the hatchery. Therefore, it has greater livelihood 
implications for pangas seed producers and growers. 
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